[Abstract] The Infinium Human Methylation 450 BeadChip technology allows the rapid quantitative DNA methylation analysis of more than 485,000 CpG dinucleotides located across the genome. The method utilizes sodium bisulfite treatment of genomic DNA to convert unmethylated cytosine residues into uracils whereas methylated cytosines remain unchanged.
5. Pipet 10 µl of each DNA sample (100 ng/µl) into a 96-well 0.2 ml microplate for bisulfite treatment (500 ng is the minimum quantity of DNA used). 12. Centrifuge at room temperature at ≥ 3,000 x g for 5 min and discard the flow-through.
Use this condition for all centrifugation steps in this protocol.
13. Add 500 µl of M-wash buffer to each well and centrifuge at ≥ 3,000 x g for 5 min. Discard the flow-through. M-wash buffer is to wash and clean any reagent from silica-bound DNA from previous step. 27. Before proceeding to data analysis, perform quality control using the GenomeStudio Software. Data quality can be assessed by checking the detection p-value of probes as well as the sample-dependent and sample-independent control probes which are present on the BeadChips. The following criteria are applied for removal of poorly performing probes or samples: a) probes with a detection p-value above a certain cut-off (e.g. p < 0.05) should be excluded from the analysis, b) samples which fail in any of the array control probes i.e. the raw signal intensities of the control probes of the sample are out of normal range (median+3SD or median-3SD depending on the control probe type) of the signal intensities across all the samples and c) if a certain probe has failed quality control via the detection p-value in greater than 10-25% of samples, then that probe should be removed from further downstream analyses.
28. An appropriate method of within and between array normalization should be performed. 
